This data supplement includes the following information: the groups of populations used in the spatial analysis of molecular variance (SAMOVA; Fig. S1 ), Bayesian estimates of the time to the most recent common ancestor (TMRCA; Fig. S2 ), a global and hierarchical analysis of molecular variance (AMOVA ;  Table S1 ), and Bayes factor tests to compare the demographic models (Table S2) .
. The populations groups of Caridina leucosticta, C. typus, and C. multidentata used in the spatial analysis of molecular variance (SAMOVA) determined using the criteria of geographical homogeneity and maximal differentiation from each other, with K varying from 2 to max. Red values indicate significant Φ CT values. Table S1 . Analysis of molecular variance (AMOVA) results based on 10 100 replicates using frequency of Caridina leucosticta, C. typus, and C. multidentata haplotypes. **p < 0.01, ***p < 0.001, ns = not significant. 
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